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Analysis of Landscape Plants of Zhuang Culture and Create a Unique
Plant Landscape for Guilin Zizhou Park

KANG Xiu-qin' , WANG Jin-ye' ,LUO Kai-wen®
(1. College of Tourism ,Guilin University of Technology ,Guilin,Guangxi 541004 ; 2, Guangxi Forest Inventory and Planning Institute, Nanning,
Guangxi 530011)

Abstract:Based on the ethnobotany, the connotation of the Zhuang nationality of the garden plants and the special
construction of plants landscape were studied in Zizhou Park,Guilin, Guangxi province. And the effects of the connotation
of the Zhuang nationality of the garden plant were analyzed in the process of establishing a modern urban landscape
features. The results showed that there were 105 plant species recorded in Zizhou Park during this plant resources
investigation,and 74 plant species directly related to Zhuang nationality traditional used species. They were divided into
four categories according to their usage,traditional medicinal plants,traditional edible plants,traditional calendar and folk
beliefs plants,traditional daily production and life use plants. The mainly Zhuang nationality traditional used species were
traditional medicinal and edible plants. Although the Zhuang nationality traditional used species were abundant in Zizhou
Park,it is simple level, and lacks of characteristic landscape to highlight the connotation of the Zhuang nationality, and
needs further promotion.
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cDNA SCEE RAFHEE R B, I 277K 7 B R R
S FEUAE A ) )& LR A SR EE AL SR A 7R
JE A3 DR B T 0 1 2 R S T R P A SR Y 2
B
1 #R5GE*
L1 a5k

HEATRE K B L B A B SER EE , R IE I R R
Bt " F B = A IR B AR A, FEUEAR A4S B T A
NRFR A F B =

& RNA #BGR5 TRIzoL M B Invitrogen /A 3 3C
a5 & In-Fusion™ SMARTerc™ cDNA library
Construction Kit 1 Advantage 2 PCR Kit Jt§ § Clonetech
A KIGHFE DHSe W H 4 TERCKE BRA R ;
Heein o B st 14 et
L2 ik
L2.1 & RNAE 518 0.5 g AR H 357 &F 20
LB HIRA G, 2 TRIzoL BRI, 120 5URNE
HERE FL VKR I 5 RNA S8, SMA 1000 #4360t
B3 (Merinton, USA) i & & RNA ¥R,
1.2.2 cDNAMERM RASCEMERN &F Primer
Extension 771 . 7ETCHRY PCRAEHINIA 3.5 pL( pg) &
RNA, 1.0 pL 3" SMART CDS Primer II A(12 ymol/L),
RA) BT B 0, 72°CIRE 3 min,42°CIRF 2 min, Z
Ja s MA 2.0 pL 5 X First-Strand Buffer, 0. 25 L DTT
(100 mmol/L),1.0 uL dNTP Mix(10 mmol/L), 1.0 L
SMARTer II A Oligonucleotide (12 pmol/L), 0.25 pL
RNase Inhibitor, 1. 0 . SMARTScribe™ Reverse Tran-
scriptase (100 U, B & TR 10 pL, 85D, AT ES O,
A2°CIRE 90 min, JK EA RS 1 4 cDNA BIE G A
1 pL 25 mmol/L ) NaOH,{8%J , K 25 0>, 68 CIRE
30 min, 7K FHCE . 78 11 pL 45 1 4% cDNA FfnA 10 pL
10 X Advantage 2 PCR Buffer, 2 L 50 X dNTP Mix
(10 mmol/L),2 pL 5" PCR Primer II A(12 pmol),2 pl
50X Advantage 2 Polymerase Mix,73 pL 28 FK, Mk
R 100 pL, Y849, AT BS.0 J5 #5647 PCR, )N 2 JF
72°CYRE 10 min; 95°CAR M 15 5,65°CiB k 30 s,68°C FEfH
6 min, 3t 14 MER G BEE cDNA, B 5 pL PCR =4
HEAT 1. 220 A BB bR VK ARG
1.2.3 cDNA SCFEME B 95 pl X% cDNA jin#|
CHROMA SPIN™ DEPC-1000 & i 4, 700 X g B 0>
5 min, LAKER 0.5 kb LI BBt B NIR . Z/EET
IKZBEYLVE 7090 LEEGESS, THRJE N 15 pL TE SR E
F AL B cDNA, HUS pL 2405 i WL cDNA S

PSMART2IF # A%+, i % k2] 25 pL KGR s2
S DHSo, U ZHON 1.8 KV, BK P[] 5 ms, i
HE TR, IIA 970 uL i LB 85553, F 37°C PR
Y5225 r/min) 355 1 h, FEFRY RN SR AR SO

L2.4 SCPEHEMEHAR MR 10 L #HIAFRE
P2, 1 mL LB BASE SR, IRHER S pRic AR A
FEBRE1077), WH 10 L #BW AN 1 mL LB ¥
TRIEFREL  IRTRIR S A AR BRI BAR R R 1077,
DB 10 L VR A 1 40 L LB e8I 40 L
PR B, & HIRAZE T LB AR |, 37°C5 B pi 4%
Fro SCPREE =P B TERER / AR (mD) X ke
FH . EHR=HERE (HERE - EERLO .

L2.5 CEMARBKERN BEYLPER 15 NERER
% N RSO & RO T |14, 64T PCR L. S FE
JF:95°CHIAEME: 5 min; 95°CAEH: 30 5,65°CiR 2k 30 s,68°C
FEf# 3 min, 3k 30 MER., RNMEHRSE, B 10 uL PCR
WHEAT 1. 26 B BEEER RS FR VIR IR A BRI RN
1.2.6 SEMERMENKEE LURLESCENE
R, ) 5 B T A B i (TFS) | i 4% 57 51 40 : ectecaagte-
ctaaaccteg. F ¥ £ 7 5] ¥ atctecategtetegtecte #F 47
PCR, 20 uL & Ri K HRMR 5 uL,ExTag (5 1U)0. 2 L,
dNTP(2. 5 mmol/L)2 pL, EF#E5I 4 (2 pmol/L)
% 2 uL,ExTaq Buffer 2 uL,ddH,0 7.8 pL, PCR
TR 94°CHIZEME 5 min; 94°C AR 45 s.56°CiB 2k 45 s,
T2°CHEfH 45 5,30 MEH;72°CHRE 5 min, PCR P22
BERCHVK MRS 5 pMDI8-T #ifk i 8 AL KA i
J5 PR BE 1 TE BE AR S IR A M) H R A PR A BT

2 HBRESW

2.1 5 RNA $#E

J& RNA ODyo/ODygo L AH 2 1.97, 32 B 3R 15 HY
RNA 455, HE 1 7%H,28S rRNA F1 18S rRNA 4
WIRMW, ZOE L EESE 2 ¢ 1, B RNA %A R, H
AiEE RS R AT B # T cDNA SCERESK .

2.2 cDNA &%

1 pg B RNA 3% & W% 1 4% )5, Primer
Extension & BBUE cDNA,5 pL [ ¥ 22 5E R L Tk 45
RANE 2 R, 7E 0. 1~9. 0 kb Z 6] 2 ¥R 86, KA S
B RUE cDNA 5%, 76 1. 7 kb Ab S BR T BZE i 4 AR
R TR E LA ESE R A H LU MR cDNA,

2.3 SRS RN

BABERECH 51072 H1 10" By 5L W4 50 pL,

WATLE LB AR b, 38 Ge i e v i 4  R0 a5 S0
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#:1,2-5 RNA,
Note:1,2-Total RNA.
B 1 2 RNARIRIEEERERERE
Fig.1 Agarose gel electrophoresis of total RNA

THEE, 2D , BT HA SRR BE g 4. 8X10° cfu/mL, B2 &R
H99.1% ., BEHLBEHR 15 BTk, AT 7 PCR 9744,
TSR AR BOR N BB 3 WA 6 A B I 7E
0.5~2.5 kb Z[a], F¥KEZ 1. 54 kb,1. 0 kb UL R A
BA 134,15 86. 700, R U 2 2K cDNA
SCEEAEEER

2000 bp

1000 bp

500 bp

# :M1-Hind [ Marker,M2-DL 2 000 Marker, 1-X4% cDNA,
Note: M1-Hind [[[ Marker,M2-DL 2 000 Marker, 1-Double strand cDNA.
2 Xk cDNA I A #E 5 B HE ik
Fig. 2 Agarose gel electrophoresis of double strand cDNA

# : M-DL 2 000 Marker, 1-15-B8. 73 [ ,
Note: M-DL 2 000 Marker, 1-15-Monoclone.,
3 E 7 PCR ZRAE 8 5 B FR ik
Fig. 3 Agarose gel electrophoresis of colony PCR

R T DB UE SCRE Y R R, DA PR 3E B R SR A
R S R S B A B (IFS) J2 1R O B B 22 I8 647
T B PCR %5 (4 kil 2),158) T B 760 bp
LA A B . SakEN P4 R By 764 bp, 5 NCBI H
Bl R ESE R TE TFS 8 (JN882009) —E iy 99%4, 13
B TORE A B IS TFS BN, i — A R T
)44 cDNA SCE &5 .
3 iFig

AR FEE 4K cDNA SCPE B B AR & 5 24
FARERAE RN RN ERE TR EME S,
HEARERE KBEEMETESPELGHHA T
LR, ERT, L XCE AR R S R A R BT R IR AE
SR R T ARAE Ll B AR B SR T 2 A IR AR

86

# :M-DL 2 000 Marker,1,2-Bi% .
Note: M-DL 2 000 Marker,1,2-Broth.
4 IFS EE PCR ZREEHERE R AL ik B
Fig. 4 Agarose gel electrophoresis of IFS gene
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R A I DI BRI, IR PR T 4K DNA U
TR,

AR A=) B P ER R, S R R
B 5 RNA ] B4 & e £ AR AR AR e 1l 22 I %
U5 PR 43 51 B B T 5 S B EEAR A i 1 4L L RNA
% HIE &, * A Clontech 2 & # In - Fusion™
SMARTer ™ cDNA S 4 #5760 4 22 7 A R 9% 3 1
HRA cDNA SCPE, 1% 77 15 3 36 o 72 PRkl | ) B, 7 22
RNA &/b, HEPERCR R B8 A RNA M8 3, 1]
W/ mRNA glifbs 72 b i R A% AR K 5 RNA H Y
mRNA R KPR BE 4% £6 g cDNA, AT 7 250 b 32 i SC
FERISEHENE . TEAMIER cDNA SCEER R, /N F B cDNA
S5 SR BB K B s BMER, WIS 5
B EBR/NF 0.5 kb ) cDNA FBAREZ . %k cDNA &
i+ CHROMA SPIN-1000 #4325 B J5 8 SCE =42 T
KHFEA B, SCPERERLAAE PCR AN 45 5 (5 /R 46 A Y
FBERKTF 0.5 kb, RIIMEA cDNA CEFHER .

SR 2 R A R M AR A RS
JRM (e N R AL E 25 #2010 4R (L O EME S
RREME AR T ENREAM EEERAIERZ
—U, IFS BARFLES> S # o i B Bl A ) & i 78
Wi ) SR il B2 40 A 7E TR A P IR B EE
TE IFS R M5 (JN882009) it 1 XH45F 54, xf &

H LA BESE BB cDNA 2K SCEHEATHE I PCR FisE
RED P45 RBAR T IFS FE NI IERRIXK X R AT REZ N
EEERA H LU S R RS W8 BRI R
FEH N TFS FE DI FEARFI I P 9 RIKXARXS B o, B A
FRHE—BRTSE . WAL A Bt 4e 3 AR5 | iR
AR T E TS HEREEA KR T AR
AL , R FTH ) cDNA SCPE REAS 95 2 T
FFHI PCR J7 ¥ K % 4 15 3 3 5 U A A AR S 25 DX 10
R,

&% 30k
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Construction and Primary Characterization of cDNA Library for
Wild Astragalus membranaceus of Changbai Mountain

QIN Jia-ze, QUAN Xue-li, TIAN Hai-li,JU Hong-guang, WU Song-quan
(Agricultural College, Yanbian University, Yanji,Jilin 133002)

Abstract: Taking the roots and leaves of A. membranaceus of Changbai mountain as materials, total RNA was extracted

reference the TRIzoL instructions,and the full-length cDNA library was constructed by SMART technology,in order to

provided adequate gene resources for revealing the regulatory mechanism of secondary metabolism of Astragalus

membranaceus at the molecular level. The results showed that the titer of unamplified library was 4. 8 X10° cfu/mlL, the

positive recombination rate was nearly 99. 1% ,the length of inserted fragments was larger than 0.5 kb,and the average

length was 1. 54 kb. The storage capacity, recombination rate and full-length efficiency of the constructed library could

meet the requirements of screening genes for secondary metabolism in A. membranaceus.

Keywords : Changbai mountain;wild Astragalus membranaceus ;cDNA library ; gene; secondary metabolism

87

PDF SCH# ] "pdfFactory Pro™ X RAG)E www. Fineprint.cn



http://www.fineprint.cn

